 by the standard deviation of the expression (Eq. 1). This step is carried out to combine data from different probes. The Δ score of a probe (Δp) is calculated by subtracting the mean expression in non-Braak regions (NB) from the mean expression in a regional subset (R) of interest (Eq. 2). Finally, a Δ score for a gene (Δg) is calculated by averaging Δ scores from the corresponding probes (Eq. 5). We verified over a total of 18,918 genes that two probes measuring the same gene were highly correlated (coefficient of correlation R≈0.7).
fig. S2. Analysis of the average correlation between mRNA and protein levels. (a)
Correlation between mRNA and protein levels for two representative regions of the brain 
